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2075 
DNA 

Homo sapiens 



CDS 

(130) . . (1176) 



<400> 1 

cccggccgac agccccgaga cgacagcccg gcgcgtcccg gtccccacct ccgaccaccg 60 

ccagcgctcc aggccccgcg ctccccgctc gccgccaccg cgccctccgc tccgcccgca 120 

gtgccaacc atg acc gcc gcc agt atg ggc ccc gtc cgc gtc gcc ttc gtg 171 
Met Thr Ala Ala Ser Met Gly Pro Val Arg Val Ala Phe Val 
1 5 10 

f ?r & fio 

gtc etc etc gcc etc tgc age egg ccg gcc gtc ggc cag aac tgc age 219 

Val Leu Leu Ala Leu Cys Ser Arg Pro Ala Val Gly Gin Asn Cys Ser 

15 20 25 30 

ggg ccg tgc egg tgc ccg gac gag ccg gcg ccg cgc tgc ccg gcg ggc 267 
Gly Pro Cys Arg Cys Pro Asp Glu Pro Ala Pro Arg Cys Pro Ala Gly 
35 40 45 

gtg age etc gtg ctg gac ggc tgc ggc tgc tgc cgc gtc tgc gcc aag 315 
Val Ser Leu Val Leu Asp Gly Cys Gly Cys Cys Arg Val Cys Ala Lys 
50 55 60 

cag ctg ggc gag ctg tgc acc gag cgc gac ccc tgc gac ccg cac aag 3 63 

Gin Leu Gly Glu Leu Cys Thr Glu Arg Asp Pro Cys Asp Pro His Lys 
65 ^ 70 75 

ggc etc ttc tgt gac ttc ggc tec ccg gcc aac cgc aag ate ggc gtg 411 
Gly Leu Phe Cys Asp Phe Gly Ser Pro Ala Asn Arg Lys lie Gly Val 
80 85 90 

tgc acc gcc aaa gat ggt get ccc tgc ate ttc ggt ggt acg gtg tac - 459 
Cys Thr Ala Lys Asp Gly Ala Pro Cys lie Phe Gly Gly Thr Val Tyr 
95 100 105 110 



cgc age gga gag tec ttc cag age age tgc aag tac cag tgc acg tgc 507 

Arg Ser Gly Glu Ser Phe Gin Ser Ser Cys Lys Tyr Gin Cys Thr Cys 

115 120 125 

ctg gac ggg gcg gtg ggc tgc atg ccc ctg tgc age atg gac gtt cgt 555 

Leu Asp Gly Ala Val Gly Cys Met Pro Leu Cys Ser Met Asp Val Arg 

130 135 140 

ctg ccc age cct gac tgc ccc ttc ccg agg agg gtc aag ctg ccc ggg 603 

Leu Pro Ser Pro Asp Cys Pro Phe Pro Arg Arg Val Lys Leu Pro Gly 

145 150 155 

aaa tgc tgc gag gag tgg gtg tgt gac gag ccc aag gac caa acc gtg 651 

Lys Cys Cys Glu Glu Trp Val Cys Asp Glu Pro Lys Asp Gin Thr Val 

160 165 170 

gtt ggg cct gee etc gcg get tac cga ctg gaa gac acg ttt ggc cca 699 

Val Gly Pro Ala Leut Ala Ala Tyr Arg Leu Glu Asp Thr Phe Gly Pro 

175 I 180 185 190 

gac cca act atg att aga gee aac tgc ctg gtc cag acc aca gag tgg 747 

Asp Pro Thr Met lie Arg Ala Asn Cys Leu Val Gin Thr Thr Glu Trp 

195 200 205 

age gee tgt tee aag acc tgt ggg atg ggc ate tec acc egg gtt acc 795 

Ser Ala Cys Ser Lys Thr Cys Gly Met Gly lie Ser Thr Arg Val Thr 

210 215 220 

aat gac aac gec tec tgc agg eta gag aag cag age cgc ctg tgc atg 843 

Asn Asp Asn Ala Ser Cys Arg Leu Glu Lys Gin Ser Arg Leu Cys Met 

225 230 235 

gtc agg cct tgc gaa get gac ctg gaa gag aac att aag aag ggc aaa 8 91 

Val Arg Pro Cys Glu Ala Asp Leu Glu Glu Asn lie Lys Lys Gly Lys 

240 245 250 

aag tgc ate cgt act ccc aaa ate tec aag cct ate aag ttt gag ctt 939 

Lys Cys lie Arg Thr Pro Lys lie Ser Lys Pro lie Lys Phe Glu Leu 

255 260 265 270 

tct ggc tgc acc age atg aag aca tac cga get aaa ttc tgt gga gta 987 

Ser Gly Cys Thr Ser Met Lys Thr Tyr Arg Ala Lys Phe Cys Gly Val 

275 280 285 

tgt acc gac ggc cga tgc tgc acc ccc cac aga acc acc acc ctg ccg 1035 

Cys Thr Asp Gly Arg Cys Cys Thr Pro His Arg Thr Thr Thr Leu Pro 

290 295 300 

9 fc 9 9 a 9 ttc aa 9 t9 c cct 9 ac 99 c 9 a 9 9 tc at 9 aa 9 aa 9 aac at 9 at 9 1083 

Val Glu Phe Lys Cys Pro Asp Gly Glu Val Met Lys Lys Asn Met Met 

305 310 315 

ttc ate aag acc tgt gee tgc cat tac aac tgt ccc gga gac aat gac 1131 

' Phe lie Lys Thr Cys Ala Cys His Tyr Asn Cys Pro Gly Asp Asn Asp 

320 325 330 

ate ttt gaa teg ctg tac tac agg aag atg tac gga gac atg gca 1176 

lie Phe Glu Ser Leu Tyr Tyr Arg Lys Met Tyr Gly Asp Met Ala 

335 340 345 

tgaagecaga gagtgagaga cattaactca ttagactgga acttgaactg attcacatct 1236 

catttttccg taaaaatgat ttcagtagca caagttattt aaatctgttt ttctaactgg 1296 

gggaaaagat tcccacccaa ttcaaaacat tgtgccatgt caaacaaata gtctatcttc 1356 



fb 



• # 



cccagacact 


ggtttgaaga 


atgttaagac 


ttgacagtgg 


aactacatta 


gtacacagca 


1416 


ccagaatgta 


tattaaggtg 


tggctttagg 


agcagtggga 


gggtaccggc 


ccggttagta 


1476 


tcatcagatc 


gactcttata 


cgagtaatat 


gcctgctatt 


tgaagtgtaa 


ttgagaagga 


1536 


aaattttagc 


gtgctcactg 


acctgcctgt 


agccccagtg 


acagctagga 


tgtgcattct 


1596 


ccagccatca 


agagactgag 


tcaagttgtt 


ccttaagtca 


gaacagcaga 


ctcagctctg 


1656 


acattctgat 


tcgaatgaca 


ctgttcagga 


atcggaatcc 


tgtcgattag 


actggacagc 


1716 


ttgtggcaag 


tgaatttgcc 


tgtaacaagc 


cagatttttt 


aaaatttata 


ttgtaaatat 


1776 


tgtgtgtgtg 


tgtgtgtgtg 


tatatatata 


tatatatgta 


cagttatcta 


agttaattta 


1836 


aagttgtttg 


tgccttttta 


tttttgtttt 


taatgctttg 


atatttcaat 


gttagcctca 


1896 


atttctgaac 


accataggta 


gaatgtaaag 


cttgtctgat 


cgttcaaagc 


atgaaatgga 


1956 


tacttatatg 


gaaattctgc 


tcagatagaa 


tgacagtccg 


tcaaaacaga 


ttgtttgcaa 


2016 


aggggaggca 


tcagtgtctt 


ggcaggctga 


tttctaggta 


ggaaatgtgg 


tagctcacg 


2075 



<210> 2 

<211> 349 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Thr Ala Ala Ser Met Gly Pro Val Arg Val Ala Phe Val Val Leu 
15 10 15 



Leu Ala Leu Cys Ser Arg Pro Ala Val Gly Gin Asn Cys Ser Gly Pro 
20 25 30 



Cys Arg Cys Pro Asp Glu Pro Ala Pro Arg Cys Pro Ala Gly Val Ser 
35 40 45 



Leu Val Leu Asp Gly Cys Gly Cys Cys Arg Val Cys Ala Lys Gin Leu 
50 55 60 



Gly Glu Leu Cys Thr Glu Arg Asp Pro Cys Asp Pro His Lys Gly Leu 
65 70 75 80 



Phe Cys Asp Phe Gly Ser Pro Ala Asn Arg Lys lie Gly Val Cys Thr 
85 90 95 



Ala Lys Asp Gly Ala Pro Cys lie Phe Gly Gly Thr Val Tyr Arg Ser 
100 105 110 



Gly Glu Ser Phe Gin Ser Ser Cys Lys Tyr Gin Cys Thr Cys Leu Asp 
115 120 125 



f7 



Gly Ala Val Gly Cys Met Pro Leu Cys Ser Met Asp Val Arg Leu Pro 
130 135 140 



Ser Pro Asp Cys Pro Phe Pro Arg Arg Val Lys Leu Pro Gly Lys Cys 
145 150 155 160 



Cys Glu Glu Trp Val Cys Asp Glu Pro Lys Asp Gin Thr Val Val Gly 
165 170 175 



Pro Ala Leu Ala Ala Tyr Arg Leu Glu Asp Thr Phe Gly Pro Asp Pro 
180 185 190 



Thr Met lie Arg Ala Asn Cys Leu Val Gin Thr Thr Glu Trp Ser Ala 
195 200 205 



Cys Ser Lys Thr Cys Gly Met Gly lie Ser Thr Arg Val Thr Asn Asp 
210 215 220 



Asn Ala Ser Cys Arg Leu Glu Lys Gin Ser Arg Leu Cys Met Val Arg 
225 230 235 240 



Pro Cys Glu Ala Asp Leu Glu Glu Asn lie Lys Lys Gly Lys Lys Cys 
245 250 255 



lie Arg Thr Pro Lys lie Ser Lys Pro lie Lys Phe Glu Leu Ser Gly 
260 265 270 



Cys Thr Ser Met Lys Thr Tyr Arg Ala Lys Phe Cys Gly Val Cys Thr 
275 280 285 



Asp Gly Arg Cys Cys Thr Pro His Arg Thr Thr Thr Leu Pro Val Glu 
290 295 300 



Phe Lys Cys Pro Asp Gly Glu Val Met Lys Lys Asn Met Met Phe lie 
305 310 315 320 



Lys Thr Cys Ala Cys His Tyr Asn Cys Pro Gly Asp Asn Asp lie Phe 
325 330 335 



Glu Ser Leu Tyr Tyr Arg Lys Met Tyr Gly Asp Met Ala 
340 345 



<210> 


3 




<211> 


1415 




<212> 


DNA 




<213> 


Homo 


sapiens 


<220> 






<221> 


CDS 




<222> 


(1) . • 


■ (516) 



<400> 3 

gcc etc gcg get tac cga ctg gaa gac acg ttt ggc cca gac cca act 4 8 

Ala Leu Ala Ala Tyr Arg Leu Glu Asp Thr Phe Gly Pro Asp Pro Thr 

15 10 15 

atg att aga gcc aac tgc ctg gtc cag acc aca gag tgg age gcc tgt 96 
Met lie Arg Ala Asn Cys Leu Val Gin Thr Thr Glu Trp Ser Ala Cys 
20 25 30 

tec aag acc tgt ggg atg ggc ate tec acc egg gtt acc aat gac aac 144 
Ser Lys Thr Cys Gly Met Gly lie Ser Thr Arg Val Thr Asn Asp Asn 
35 40 45 

gcc tec tgc agg eta gag aag cag age cgc ctg tgc atg gtc agg cct 192 
Ala Ser Cys Arg Leu Glu Lys Gin Ser Arg Leu Cys Met Val Arg Pro 
50 55 60 

tgc gaa get gac ctg gaa gag aac att aag aag ggc aaa aag tgc ate 240 
Cys Glu Ala Asp Leu Glu Glu Asn lie Lys Lys Gly Lys Lys Cys lie 
65 70 75 80 

cgt act ccc aaa ate tec aag cct ate aag ttt gag ctt tct ggc tgc 288 
Arg Thr Pro Lys lie Ser Lys Pro lie Lys Phe Glu Leu Ser Gly Cys 
85 90 95 

acc age atg aag aca tac cga get aaa ttc tgt gga gta tgt acc gac 336 
Thr Ser Met Lys Thr Tyr Arg Ala Lys Phe Cys Gly Val Cys Thr Asp 
100 105 110 

ggc cga tgc tgc acc ccc cac aga acc acc acc ctg ccg gtg gag ttc 384 
Gly Arg Cys Cys Thr Pro His Arg Thr Thr Thr Leu Pro Val Glu Phe 
115 120 125 

aag tgc cct gac ggc gag gtc atg aag aag aac atg atg ttc ate aag 432 
Lys Cys Pro Asp Gly Glu Val Met Lys Lys Asn Met Met Phe lie Lys 
130 135 140 

acc tgt gcc tgc cat tac aac tgt ccc gga gac aat gac ate ttt gaa 480 
Thr Cys Ala Cys His Tyr Asn Cys Pro Gly Asp Asn Asp lie Phe Glu 
145 150 155 160 

teg ctg tac tac agg aag atg tac gga gac atg gca tgaagecaga 526 
Ser Leu Tyr Tyr Arg Lys Met Tyr Gly Asp Met Ala 





165 




170 








gagtgagaga 


cattaactca 


ttagactgga 


acttgaactg 


attcacatct 


catttttccg 


586 


taaaaatgat 


ttcagtagca 


caagttattt 


aaatctgttt 


ttctaactgg 


gggaaaagat 


646 


tcccacccaa 


ttcaaaacat 


tgtgccatgt 


caaacaaata 


gtctatcttc 


cccagacact 


706 


ggtttgaaga 


atgttaagac 


ttgacagtgg 


aactacatta 


gtacacagca 


ccagaatgta 


766 


tattaaggtg 


tggctttagg 


agcagtggga 


gggtacegge 


ccggttagta 


tcatcagatc 


826 


gactcttata 


cgagtaatat 


gectgetatt 


tgaagtgtaa 


ttgagaagga 


aaattttagc 


886 


gtgctcactg 


acctgcctgt 


agccccagtg 


acagctagga 


tgtgcattct 


ccagccatca 


946 


agagactgag 


tcaagttgtt 


ccttaagtca 


gaacagcaga 


ctcagctctg 


acattctgat 


1006 


tcgaatgaca 


ctgttcagga 


ateggaatec 


tgtcgattag 


actggacagc 


ttgtggcaag 


1066 


tgaatttgee 


tgtaacaagc 


cagatttttt 


aaaatttata 


ttgtaaatat 


tgtgtgtgtg 


1126 



ft 



9 

•1 



tgtgtgtgtg 


tatatatata 


tatatatgta 


cagttatcta 


agttaattta 


aagttgtttg 


1186 


tgccttttta 


tttttgtttt 


taatgctttg 


atatttcaat 


gttagcctca 


atttctgaac 


1246 


accataggta 


gaatgtaaag 


cttgtctgat 


cgttcaaagc 


atgaaatgga 


tacttatatg 


1306 


gaaattctgc 


tcagatagaa 


tgacagtccg 


tcaaaacaga 


ttgtttgcaa 


aggggaggca 


1366 


tcagtgtctt 


ggcaggctga 


tttctaggta 


ggaaatgtgg 


tagctcacg 




1415 



<210> 4 

<211> 172 

<212> PRT 

<213> Homo sapiens 

<400> 4 

Ala Leu Ala Ala Tyr Arg Leu Glu Asp Thr Phe Gly Pro Asp Pro Thr 
15 10 15 



Met lie Arg Ala Asn Cys Leu Val Gin Thr Thr Glu Trp Ser Ala Cys 
20 25 30 



Ser Lys Thr Cys Gly Met Gly lie Ser Thr Arg Val Thr Asn Asp Asn 
35 40 45 



Ala Ser Cys Arg Leu Glu Lys Gin Ser Arg Leu Cys Met Val Arg Pro 
50 55 60 



Cys Glu Ala Asp Leu Glu Glu Asn lie Lys Lys Gly Lys Lys Cys lie 
65 70 75 80 



Arg Thr Pro Lys lie Ser Lys Pro lie Lys Phe Glu Leu Ser Gly Cys 
85 90 95 



Thr Ser Met Lys Thr Tyr Arg Ala Lys Phe Cys Gly Val Cys Thr Asp 
100 105 110 



Gly Arg Cys Cys Thr Pro His Arg Thr Thr Thr Leu Pro Val Glu Phe 
115 120 125 



Lys Cys Pro Asp Gly Glu Val Met Lys Lys Asn Met Met Phe lie Lys 
130 135 140 



Thr Cys Ala Cys His Tyr Asn Cys Pro Gly Asp Asn Asp lie Phe Glu 
145 150 155 160 



Ser Leu Tyr Tyr Arg Lys Met Tyr Gly Asp Met Ala 
165 170 



to 



